We present primer sequences for five polymorphic microsatellite loci in the honey ant Myrmecocystus mimicus . Microsatellite loci were isolated using a highly efficient enrichment procedure. The number of alleles ranged from three to eight with observed levels of heterozygosity ranging from 0.492 to 0.871. These markers were designed to study the population and colony kin structure of a honey ant species that has been shown to conduct intraspecific brood raids. We also report the applicability of these loci in a second honey ant species ( Myrmecocystus depilis ) and briefly assess the utility of our loci in more distantly related taxa.
The honey ant genus Myrmecocystus is distributed throughout the northwestern US, Baja California and northern Mexico, where its species inhabit arid and semiarid habitats. The genus' trivial name refers to a specialized caste, the so called honey pots. Individuals belonging to this caste store nutrients in their highly expanded gasters and serve as a food source during times of food scarcity by regurgitation of their gasters' content and subsequent trophallaxis. At present, the genus consists of 29 described species in three subgenera (Snelling 1976 (Snelling , 1982 , with several new species awaiting description.
Since Hölldobler (1976 Hölldobler ( , 1981 and Bartz & Hölldobler (1982) published their behavioural studies on M. mimicus , this species has become the example for intraspecific brood raiding and slavery in ants. While interspecifically raided individuals can be easily detected on a morphological basis, the presence of intraspecifically raided workers can only be demonstrated employing a genetic approach.
We developed five polymorphic microsatellite markers to study the colony structure and to detect intraspecifically enslaved workers in M. mimicus , as well as M. depilis , a closely related species. These markers were isolated from genomic DNA of M. mimicus , according to an enrichment protocol introduced by Fischer & Bachmann (1998) and modified after Rütten et al . (2001) . Genomic DNA was extracted from five adult workers following a standard phenol chloroform extraction procedure. Approximately 2.5 µ g of high molecular weight DNA were digested with Hin fI and the resulting fragments were ligated to the adapter described in Rütten et al . (2001) . After enrichment for fragments containing CA repeats with a biotin-labelled (CA) 10 probe, target DNA was amplified via polymerase chain reaction (PCR) using the reverse adapter oligonucleotide as single primer. PCR products were ligated into the pCR®2.1-TOPO® vector (Invitrogen TM ) and transformed into One Shot® Chemically Competent Escherichia coli cells (Invitrogen TM ). Following blue-white screening, inserts from 25 positive recombinants were sequenced from purified plasmid DNA. Seventeen contained multiple CA repeats ranging from six to 41 single repeats in size. Seven inserts represented different alleles of the same locus. We designed primer pairs for six loci, 5 and 4 of which proved to be polymorphic in M. mimicus and M. depilis , respectively (Table 1) .
Tested specimens from both species were derived from a population in Cochise County, Arizona. PCR amplification was performed on a T1 Thermocycler (Biometra®) in a total reaction volume of 12.5 µ l containing approximately 10 ng of template DNA, 1X PCR-buffer (10 m m Tris-HCl, 50 m m KCl, 0.08% Nonidet P40), 2 m m MgCl 2 , 240 µ m dNTPs, 800 µ m of each primer and 1.25 U of Taq DNA Polymerase (MBI Fermentas). Cycle parameters were as follows: 3 min at 94 ° C, followed by 30 cycles of 94 ° C Correspondence: Daniel J.C. Kronauer. Fax: 0049-931-8884309; E-mail: dankro@hotmail.com for 1 min, 50 ° C for 1 min, 72 ° C for 1.5 min, and a final extension time of 5 min at 72 ° C. 4 µ l of PCR product were run on a Spreadex® EL 800 gel (Elchrom Scientific). Gels were stained with SYBR TM Green and alleles were scored by eye. The number of alleles per locus ranged from three to eight with an observed heterozygosity ( H O ) ranging from 0.492 to 0.871 in M. mimicus . One locus was found to be monomorphic in the studied population of M. depilis . Five to seven alleles were observed in the remaining four loci, showing an H O between 0.443 and 0.970 (Table 1) .
To test the applicability of the loci in other species, we tested the primers in M. mexicanus , a species belonging to a different subgenus, and Lasius fuliginosus , representing a related genus from the same subfamily. Loci Mm1, Mm2 and Mm5 amplified without problems, showing distinct bands on a Spreadex® gel. Loci Mm3 and Mm4 amplified in both species but showed less distinct bands (Table 2) . Specific optimization of PCR parameters may overcome this problem. This indicates that these markers might also be useful in a variety of other species.
The presented microsatellite loci are the first genetic markers specifically developed for the genus Myrmecocystus and will be of great use in studying population and colony structure in honey ants. 
